H uman enterovirus 71 (EV-A71
) is a member of the enterovirus species A in the family Picornaviridae, genus Enterovirus. On the basis of the 1D gene sequences encoding the VP1 capsid protein (1D VP1 ), EV-A71 has been classified into 3 genogroups (A-C) and 12 subgenogroups (A, B0-B5, C1-C5) (1); in addition, 3 new genogroups (D-F) were recently identified (2) (3) (4) . In children, EV-A71 mainly causes asymptomatic or benign infections, such as neonatal fever and hand-foot and mouth disease (HFMD); less frequently, EV-A71 causes neurologic complications, such as encephalitis and poliomyelitis-like paralysis (1) .
In the Asia-Pacific region, EV-A71 has emerged as a major public health concern over the past 15 years. Large outbreaks have been reported, associated with the emergence of new genogroups and subgenogroups, high rates of illness, and fatal cases of encephalitis (1, 5) . The largest epidemic expansion of EV-A71 occurred in China, mainly caused by EV-A71 subgenogroup C4 (EV-A71 C4) strains (5, 6) . By contrast, epidemic activity is low in Europe, where only 4 outbreaks of EV-A71 infection have been reported over the past 40 years: Bulgaria (1975) , Hungary (1978) , and the Netherlands (1986, 2007) (5, 7) . Most of the cases of EV-A71 infection reported since 1986 have been caused by subgenogroup C1 and C2 strains (7) (8) (9) . In 2004, EV-A71 C4 strains were rarely detected in France, Germany, and Austria (8) (9) (10) (11) , and no other EV-A71 C4 cases were reported in Europe until 2012, when we detected C4 strains in 4 hospitalized patients, suggesting that dissemination of the C4 strains was restricted during 2004-2011. We describe the clinical cases caused by the EV-A71 C4 strains detected in 2012 and address the origin of these newly detected viruses.
The Study
In France, EV infections diagnosed in hospital settings have been voluntarily reported to the National Institute for Public Health by a network of hospital laboratories since 2000 (9) . In 2012, a total of 2,088 EV infections were reported by the laboratory network. In addition, in 2010, a total of 158 community cases of HFMD and herpangina were reported through a sentinel surveillance system implemented in Clermont-Ferrand, France (12). As part of the national surveillance, 1,249 EV strains were analyzed by 6 laboratories in the EV network (including the 2 National Enterovirus Reference Center laboratories in Lyon and Clermont-Ferrand). Of the 1,249 EV strains, 1,105 (88.5%) were successfully genotyped. Most of the genotyped strains were detected in cerebrospinal fluid (CSF) samples from patients with neonatal fever, meningitis, or meningoencephalitis or in samples from patients with HFMD or herpangina. Of the 1,105 genotyped EV strains, 16 (1.4%) were EV-A71 strains. Among these 16 cases of EV-A71 infection, a fatal case of rhomboencephalitis was diagnosed in an adult who had been treated with rituximab (13) . On the basis of the complete 1D gene sequences encoding the VP1 capsid protein (1D VP1 ), 12 of the 16 EV-A71 strains were assigned to subgenogroup C2, and 4 were assigned to subgenogroup C4.
We conducted a retrospective review of medical records for the 4 patients with EV-A71 C4 infection to document the patients' ages at diagnosis, clinical symptoms, length of hospitalization, and laboratory findings. The EV-A71 C4 infections were detected throughout the year in 3 regions (Brittany, Ile de France, and Provence-Alpes-Côte d'Azur). Of the 4 patients, 3 (6, 17, and 21 days of age) had neonatal fever when medical care was sought, and 1 patient (4 years of age) had meningitis (Table) . The 21-day-old infant had persisting irritability and was hospitalized for 6 days. No severe neurologic complications were observed, and all 4 children had a favorable outcome. Bacterial culture results for CSF, blood, and urine samples from all 4 children were negative, and molecular detection results for herpes simplex virus types 1 and 2 and varicella-zoster virus in CSF were also negative. For the 3 children with neonatal fever, reverse transcription PCR was positive for EV-A71 in CSF specimens. For the child with meningitis, reverse transcription PCR was negative for EV-A71 in the CSF specimen, but an EV-A71 strain was isolated from a throat swab specimen.
Phylogenetic analyses based on a Bayesian approach were performed with a set of 97 1D
VP1 sequences ( VP1 sequences). The quick evolution of the 2 EV-A71 C4 strains from their common ancestor suggests local spread of the viruses. The other 2 strains displayed consistent clustering (posterior probability >0.8) with different strains isolated in China, suggesting independent introductions of virus.
Conclusions
In 2012, EV-A71 C4 strains were detected in France in 4 children hospitalized for neonatal fever or meningitis. The phylogenetic data are consistent with 3 independent virus introductions, presumably from China, and are compatible with a more global circulation of subgenogroup C4 enteroviruses. In 2013, the C4 subgenogroup also emerged in Russia, where it was associated with an outbreak of 78 reported cases, including 1 fatal case of meningoencephalitis (14) .
Many cases of fatal encephalitis have been associated with EV-A71 C4 infection outbreaks in China (6) , which highlights the neurovirulence of EV-A71 strains. Rare acute flaccid paralysis cases have also been reported in Australia through the national poliomyelitis surveillance program (15) . Although the prevalence of neurologic cases associated with EV-A71 infection is currently low in Europe, the recent circulation of EV-A71 C4 in France and in Rostov, Russia (along the eastern border with Europe), underscores the need for improved surveillance of neurologic manifestations associated with EV infection and of the incidence of HFMD within communities. In addition, careful monitoring for the possible introduction and circulation of new EV-A71 genogroups and subgenogroups should be conducted.
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We are grateful to Laurence Josset for critical review of the manuscript and revision of the English. We also acknowledge Delphine Falcon and Katy Pinet for their technical contributions. ). The dataset included the 4 sequences determined in this study; 37 sequences from EV-A71 C4 strains detected in Austria, China, Korea, France, Germany, Japan, and Taiwan during 1998-2011; and 57 sequences from prototype and clinical strains representative of the genogroups and subgenogroups A, B1-B5, C1-C5. The tree topology shows the relationships between the strains isolated in France during 2012 and the strains circulating in China. The x-axis represents sampling years. The phylogenetic relationships were inferred with complete 1D VP1 gene sequences (891 nt) by using a Bayesian method (BEAST software; http://beast.bio.ed.ac.uk). The tree was reconstructed using 
